As an opportunistic pathogen, Citrobacter freundii is involved in a wide spectrum of nosocomial infections. C. freundii phages may prove useful as therapeutics for treating infections caused by multidrug-resistant C. freundii strains. Here, we report the complete genome sequence of C. freundii siphophage Sazh, which is closely related to Enterobacteria phages T1 and TLS.
with Enterobacteria phage TLS (NCBI RefSeq accession number NC_009540) and 64.2% similarity with other T1-like phages, such as Citrobacter phage Stevie (NCBI RefSeq accession number NC_027350) (21) . The Sazh genome was opened to follow the same order as Enterobacteria phages T1 (NCBI RefSeq accession number NC_005833) and TLS (NCBI RefSeq accession number NC_009540). T1-like proteins (determined by a BLASTp search against the NCBI nr database at an E value of Ͻ10 Ϫ3 ), including those involved in phage morphogenesis and DNA replication, were identified in the Sazh genome. A DNA adenine methyltransferase was also identified, indicating that Sazh likely methylates its DNA-like phage T1 (22) . The identified lysis genes include those encoding a holin, an R21-like signal anchor release (SAR) endolysin (23) , and a unimolecular spanin.
Data availability. The genome sequence of phage Sazh was submitted to GenBank as accession number MH729819. The associated BioProject, SRA, and BioSample accession numbers are PRJNA222858, SRR8761742, and SAMN11191518, respectively.
